Key indicators: single-crystal X-ray study; T = 120 K; mean (C-C) = 0.003 Å; R factor = 0.021; wR factor = 0.075; data-to-parameter ratio = 14.2.
The asymmetric unit of the title compound, C 18 H 22 Br 2 N 2 O 2 , contains one half-molecule that is related to the other half by a center of inversion located at the mid-point of the central C-C bond. The hydroxy (phenolic) groups are linked to the N atoms by O-HÁ Á ÁN hydrogen bonds, which generate S(6) rings.
Related literature
For the synthesis, see: Rivera et al. (2010) . For the uses of tetrahydrosalens in coordination chemistry, see: Atwood (1997) . For a related structure, see: Nazarenko et al. (2000) . For reference bond lenghts, see: Allen et al. (1987) . Refinement R[F 2 > 2(F 2 )] = 0.021 wR(F 2 ) = 0.075 S = 1.52 1591 reflections 112 parameters H atoms treated by a mixture of independent and constrained refinement Á max = 0.20 e Å À3 Á min = À0.32 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
Experimental
Data collection: CrysAlis PRO (Oxford Diffraction, 2009); cell refinement: CrysAlis PRO; data reduction: CrysAlis PRO; program(s) used to solve structure: SIR2002 (Burla et al., 2003) ; program(s) used to refine structure: JANA2006 (Petříček et al., 2006) ; molecular graphics: DIAMOND (Brandenburg & Putz, 2005) ; software used to prepare material for publication: JANA2006. Fig. 1 . The molecule of the title compound. Displacement ellipsoids are drawn at 50% probability level. Atoms with suffix i are generated by the symmetry operation (1-x, -y, 2-z). Refinement. The refinement was carried out against all reflections. The conventional R-factor is always based on F. The goodness of fit as well as the weighted R-factor are based on F and F 2 for refinement carried out on F and F 2 , respectively. The threshold expression is used only for calculating R-factors etc. and it is not relevant to the choice of reflections for refinement.
Figures
The program used for refinement, Jana2006, uses the weighting scheme based on the experimental expectations, see _refine_ls_weighting_details, that does not force S to be one. Therefore the values of S are usually larger than the ones from the SHELX program.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) 
